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and 3 homologues for PUT4, whose catalytic amino acids were conserved, leading to a proposed conservation of function as well. This was confirmed through expression profiles of GAP1 homologues in synthetic nectar with different limiting amino acids. In relation to priority effects, the heightened level of metabolic activity by these duplications of nitrogen scavenging genes in M.
reukaufii allows it to affect other colonizing species.
Although the scientists managed to find a large number of tandem gene Confusions/questions/issues: duplications, what would these duplications be as there are very few known TGAs in S. cerevisiae?
Despite resolving the genome, the scaffolds created by the scientists do not provide chromosomal information. How could they annotate the genome using chromosomal demarcations?
: It is shown that homologous GAP1 proteins and sequences in other Implications for our research species have a similar function in nitrogen-limited environments as well as experiencing similar nitrogen catabolite repression. Furthermore, M. reukaufii possesses GAP1 homologues that appear as a result of tandem duplication events, which lead to an increased fitness of the species in the nitrogen-poor nectar that it inhabits. Therefore, GAP1 copy number possesses similar fitness effects across other species and tracing back these duplication events could be an interesting way to track evolution and divergence of related species. 
Synopsis:
When cells commit to a stable but reversible arrest, the G1/S genes responsible for promoting S phase must be inhibited. This process from yeast to humans, involves the formation of quiescence-specific complex on their promoters. Quiescent yeast cells show pervasive histone deacetylation by the HDAC1 counter part Rdp3. Whi5/srl3 mutant slow down the process of recovery from quiescent cell. Msa1 and Msa2 are quiescence-specific regulator of G1/S phase, which has certain role in DNA synthesis facilitate the cell into quiescent stage not maintain.
Confusions/questions/issues:
Msa1/2 's role are not clearly illustrated in this review. Under high hydroxyurea condition, the cell doesn't show viability in msa1/msa2 mutant.But this doesn't means that quiescece is related to this gene.
Implications for our research:
Xbp1 is not expressed in log phase cells, but it's induced to high levels after the DS and it represses over 800 genes.
After cell grows for 24h, three population can be visualized in flow cytometry. R1: small daughters of asymmetric cell division, R2: non-quiescent mother cell, and R3: quiescent cell. Pseudouridine (psU) is a post-trxmodificationwhich is known to stabilize tRNA and rRNA structure. Artificially adding psUto mRNA facilitates non-canonical base pairing in ribosome decoding center. However, natural psUin mRNA was not previously known. This study came up with a protocol called Pseudo-Seq, which involves the use of a chemical called CMC, to identify psUsites. They find hundreds of these within mRNA.
Most of these are assigned via genetic KO's to 1-7 PUS genes (Pseudouridine synthases). Most of thepsUs are regulated in response to signals from the environment, such as serum starvation in human cells(?) and nutrient deprivation in yeast --> this suggests a mechanism for rapid and regulated "rewiring" of genetic code via inducible mRNA modifications. This paper described the construction and analysis of a comprehensive genetic interaction in interaction for a eukaryotic cell. They tested ~6000 genes in the yeast for all possible pairwise genetic interactions (in total ~ 23,000,000 double mutants) that constructed Saccharomyces cerevisiae by synthetic genetic array. By quantifying the fitness variation in double mutation and single mutation as in, they identified nearly 1 million interactions, including ~550,000 negative and ~350,000 positive interactions, spanning ~90% of all yeast genes. The genetic interaction profiles they generated enables assembly of a hierarchical model of cell function, including modules corresponding to protein complexes and pathways, biological processes, and cellular compartments. Furthermore, negative interactions connected functionally related genes, mapped core bioprocesses, and identified pleiotropic genes, whereas positive interactions often mapped general regulatory connections among gene pairs, rather than shared functionality. Genes with similar interaction profiles can also be predicted to share similar biological functionalities.
Confusions/questions/issues

Confusions/questions/issues:
Implications for our research: from glucose to galactose then doing the temperature shift to 37 they infer that mRNA decay is slowed in galactose (i.e. in slow growth rates). They also claim that mRNA decay is reduced in starved cells.
They claim that pol II initiation is reduced in starved cells and it is not because there is insufficient nucleotide precursors.. They also show that there is a decrease in ATP levels in cells when starved and suggest that this may promote reduced transcription.
Confusions/questions/issues: they claim that starvation for carbon doesn't affect 5S rRNA or tRNA transcription, but that doesn't make sense. Wouldn't they see UTP incorporation if they were still transcribing these non pol II transcripts?
The still normalize all their blots with the same quantity of RNA, so getting absolute levels is impossible. Actually, Figure 6 is 5e7 cells, and shows decreased mRNA content in starved cells, which is stable Implications for our research: using polyA tail staining David has also found that the amount of mRNA in a YPD stationary phase cell is similar to a rbp1-1 ts allele at the restrictive temperature they use a Kin28 ts allele that is a subunit of the general transcription factor TFIIH, which would be a useful strain for us. is there any hope for getting allele frequencies from whole population sequencing. that seems like a really hard problem.
"unlikely for selective sweeps to occur late in tumor progression". That is probably the same in our selections. Does this imply that "evolution stops"?
